[image: ]Figure S1 Processing of WGCNA. (A) Sample clustering for outlier detection. (B) Selection of soft threshold power of 6 and assessment of average connectivity across a range from 1 to 20. (C) Construction of cluster dendrogram using genes with similar expression patterns. WGCNA, weighted gene co-expression network analysis.
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Figure S2 Cells from GSE132465 dataset were classified into 39 clusters.
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